gesting that ABH1 affects ABA sensitivity rather than Guard cells provide a well-suited system to characterbiosynthesis (e.g., 0.18 and 0.16 g/g ABA in seeds, and 0.14 and 0.12 g/g dry weight in vegetative tissues for WT and abh1, respectively).
] cyt ) increases in gested that the abh1 mutation is recessive and guard cells which regulate ion channels that control ion segregates as a single nuclear locus linked to the BASTA efflux and stomatal closure (Schroeder and Hagiwara, resistance marker, indicating that abh1 is a loss-of-func-1989; McAinsh et al., 1990; MacRobbie, 1998). ABAtion mutation caused by T-DNA insertion. The ABA coninduced stomatal closure is vital for plants to limit trantent of WT and abh1 plants were similar (n ϭ 3), sugspirational water loss during periods of drought.
gesting that ABH1 affects ABA sensitivity rather than Guard cells provide a well-suited system to characterbiosynthesis (e.g., 0.18 and 0.16 g/g ABA in seeds, and 0.14 and 0.12 g/g dry weight in vegetative tissues for WT and abh1, respectively). 
ABH1 Gene Isolation and Complementation et al., 1997), and in HeLa cells, CBC has been suggested to function in nerve growth factor and stress-activated A 278 bp genomic fragment adjacent to the right border of the T-DNA insertion was isolated from abh1 plants signal transduction pathways (Wilson et al., 1999). An
Arabidopsis CBP20 homolog (AtCBP20) was identified using plasmid rescue. Primers were generated to amplify genomic DNA flanking the rescued sequence and to on chromosome V (AAD29697). AtCBP20 exhibits 57.8% and 72.5% similarity with the yeast (AAF21454) and huamplify a corresponding cDNA, named ABH1 (accession number AF272891). A sequence from the Arabidopsis man (CAA58962) CBP20, respectively (data not shown). Yeast two-hybrid experiments were pursued to test genome project (Lin et al., 1999 ) (accession number AC007063) was later deposited that showed identity to whether ABH1 and AtCBP20 can physically interact. 
plants (Figures 4A and 5C, presented later), we pursued guard cell-enriched leaf epidermal strips further confirmed the expression of ABH1 in guard cells (Figure 5B). DNA chip experiments to compare genomic-scale
Experiments were pursued to determine whether abh1 mRNA levels between WT and abh1 and to determine affected whole plant phenotypes linked to stomatal which genes show the most reduced transcript levels movements. When plants were subjected to water in abh1. Among over 8000 genes represented on the stress, ABA content increased to similar levels in WT chips, only 0.2% (n ϭ 18) genes showed a significantly and abh1 in two independent experiments (1.33 and lower level of transcript accumulation in abh1 with an 1.26 g/g of dry weight [experiment 1] and 1.05 and expression ratio at least 3-fold lower in abh1 versus 1.26 g/g [experiment 2] in WT and abh1, respectively). WT (Table 1) . Furthermore, only 13 genes showed a After 3 weeks without watering, abh1 rosette and cauline significantly higher expression level in abh1 versus WT leaves remained green and turgid whereas WT leaves with an expression ratio Ն 3 (data not shown). Among showed wilting ( Figure 5C ; 3 independent experiments, the 18 genes showing the most reduced transcript levels n Ն 20 abh1 and WT plants per experiment). After 10 in abh1, 7 genes are induced by ABA in the WT (Table  days of phenotypes (Lu and Fedoroff, 2000) . Analyses of responses of abh1 to other plant hormones showed that ABH1 is a single gene in Arabidopsis and its mutation is not lethal and nonpleiotropic ( Figure 5C ). Similarly, abh1 responses were not distinguishable from WT responses ( Figure 4A ). These data are consistent with the loss of function in the only CBP80 homolog, GCR3 in S. cerevisiae is nonlethal (Uemura and Jigami, 1992) . whole plant phenotype of abh1 ( Figure 5C ) and expression profiling data, suggesting that ABH1 has a non- (Fortes et al., 1999) . However, the functions of the dimeric CBC in mRNA stomatal closure (Allen et al., 2000) . We show that the abh1 mutation enhances the probability of ABA-induced processing remain less well understood than other RNA processing mechanisms that control, for instance, 
